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SEQUENCE LISTING 



< 1 1 0 > ^WiWfTAn , Martin 
BartorA Jenny 

<12 0> IL-1L1 OENE AND POLYPEPTIDE PRODUCTS 

<130> MSA-021.0^ 

<140> 09/617, 720> 
<141> 2000-07-17 

<160> 54 

<170> Patentln Ver.\2.1 

<210> 1 
<211> 2563 
<212> DNA 

<213> Homo sapiens 



<400> 1 

aggggagtct 

tgaaggactc 

tgcatgcagg 

atgccagcct 

gggtggggca 
gtgccaagga 
tcgagtcggc 
tcagactcac 
tccagcagtg 
gtgaggggtg 
caggtctgac 
ctgagatttg 
cttgtaaaaa 
gtgggggagt 
ccgcaggcca 
ctctcactca 
tggcccagcc 
cttccctcat 
gctcagaaga 
tcaaaatccc 
acctacttac 
atttctttat 
ggcagtatag 
acaatgaaga 
agcagacatc 
tcgagctctg 
actgaggagg 
aacaaaaatc 
ttggatccag 
atccttcttg 
tagttaagac 
tgtatgaaaa 
aggcagagat 
cagaagcttg 
ctgctgaaac 
tgttttaagc 



acaccctgtg 

ggcattgaag 

gaaggtcatt 

gtcccccgtc 

ggagccgact 

atccaagagc 

tgcctacccg 

ccagcttccc 

tgactagggc 

agtggaggag 

ttagtgggca 

gagctcagtc 

ccatgtgggg 

gctgggaatc 

acccatcccc 

ccactgtgca 

ccaccccctt 

catcttgttg 

taaaagataa 

agatgctggt 

aaagtggcat 

agaaaaaagt 

gtgatttttc 

tgaattcctt 

atctctgatt 

ctgctctggt 

aggctgtgct 

atctggtaat 

tctctaagaa 

gaatctcagt 

aaggtcatgc 

ggagaggaca 

cggagttttg 

gaagaggcaa 

cttaatctca 

caccaaggat 



-atggc 



gagctcaaga 
gtgo^tttatc 
[tgaag 
atcctjgggtg 
ctaacactag 
ttcaccttct 
ggctggntcc 
gagaatg^tg 
aacgtgcopc 
accc 
cctgacc 
cagggtcct 
taaactggga 
attcctgctt 
agttgagcct 
ggagagggag 
ccctttatcc 
tgggcatgag 
gtagggtatg 
ctctattccc 
atattgcaat 
ctggaagagt 
ttttaattct 
gtataaaaat 
gtcctcagcc 
tggttgtagt 
gagtttgtgt 
tctttcctag 
ggctgctgta 
ctgtgagttt 
tggatgaagg 
cagagacaga 
cagccacaag 
agaagaattc 
gacttccagc 
aattggttac 



tggtcctgag 
tgcataataa 
agatcagcgt 
tccagggtgg 
agccagtgaa 
accggcggga 
tgtgcacggt 
gctggaatgc 
cccagaactc 
gacaatcact 
ttgtcttctg 
ccccactgga 
^ataacatgaa 
tggtaact 
tagggtca 
gttogtcatag 
tg^cactgtc 
[tggtga 
ctga^icctct 
.aaagt 
ttattttaat 
ttactqcaat 
gttaatutat 
aagaaaa 
tccaattc^ec 
agtgatca- 
ggctggaat 
aaggat 
ctggttgaat 
atttggagat 
tagacctaaa 
ggagacgcgg 
ctaagaaaca 
ttccctagag 
ctcctgaacg 
agcagctcta 



tggggcgctg 
ccagcttcta 
ggtccccaat 
aagccagtgc 
catcatggag 
catggggctc 
gcctgaagcc 
ccccatcaca 
cctgggcaga 
ctttctgctc 
gttcccagtt 
tggtgctact 
aagatttctg 
gacaagtgtt 
gtagctctcc 
agtcagggat 
atatgctacc 
tgtcagaaga 
tttaaaaacc 
gctcatgaca 
taaaagatac 
tgtagcaatg 
ctgtatttcc 
attaatcttg 
cagagtaaat 
aaacagatct 
tctgggtaag 
gcccctggga 
;gtgtccccc 
taggtctctg 
tVcaatatga 
ggtetagactat 
cc^aggattg 
gctAtagagg 
Lagaat 
ggaa^ctaat 



tgcttccgaa 
gctggagggc 
cggtggctgg 
ctgtcatgtg 
ctctatcttg 
acctccagct 
gatcagcctg 
gacttctact 
gccagctcgg 
tcaggacccc 
tgcataaatt 
gctgtggaac 
tgggggtggg 
accctgagcc 
acatgaagtc 
ctatggccct 
tttcctatct 
aatggttcga 
caagatacaa 
tattgagaag 
ctatttatat 
tcagggtggt 
taatttttct 
aggtaagcag 
tcaaattgaa 
cagcaaagcc 
gaacttaaag 
ttccaaggca 
tcaaattcac 
cagatgtagt 
ctggtttcct 
gtaaagatga 
tggcaaccat 
gataacggct 
aaatttcggc 
acagctgcta 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 



aaatgatccc tgtctcctcg tgtttacatt 
agttgtcttt gtgacccaat agaatatggc 
ggttataaaa gacactgcag cttctacttg 
aatctatctt ggctcactcg ctctggggga 
aaagagactt acgtggtaaa aaatgaagtc 
aagcagagac tctgtgagat aatcgatgtt 
acttgttatg cagcaataga taaataatat 




ctgtgtgtgt cccctcccac aatgtaccaa 2220 
agaagtgatg gcatgccact tccaagatta 2280 
agccctctct ctctgccacc caccgccccc 2340 
agctagctgc catgctatga gcaggcctat 2400 
tcctgcccac agccacatta gtgaacctag 2460 
tgttgtttta agttgctcag ttttggtcta 2520 
gcagagaaag aga 2 5 63 



<210> 2 

<211> 39 

<212> DNA 

<213> Homo sapiens 

<400> 2 

ttgaggaaca ggcagactcc acagctcccg ccaggagaa 



<210> 3 

<211> 42 

<212> DNA 

<213> Homo sapiens 



<400> 3 

aaggaaggag ggagaaggga aggagtgaag gaaggagtga aa 



42 



<210> 4 
<211> 1284 
<212> DNA 
<213> Murine sp. 



<400> 4 

ggcacgaggg 

aaatttcctg 

gagtggggca 

taaccagctg 

tgttgtccca 

aggaagccag 

gaacatcatg 

ggatatgggt 

ctcaccggaa 

tgctcccatc 

tccataagca 

agctccacag 

ggcacacaga 

ctcaatgtgt 

accacgtagg 

tgttcataca 

ggagaaagtg 

cctttctgac 

gggtgatatc 

aggggacaat 

ttaagtggga 

tacttctcta 



gagcctgctt 
ctgtttattt 
ctatgcttcc 
ctggctggag 
aatcgggcac 
tgcctatctt 
gagctctacc 
cttacctcca 
gctgaccagc 
acagacttct 
gaggcagagt 
taggtggctt 
cactctcttc 
agattctttc 
accaacaaag 
tagtaagatc 
gagggggggt 
atctgcagcc 
aggatagctg 
aaaaaaccct 
agagattgct 
tattatatat 



tctacttagg 
caaaataggg 
gaatgaagga 
gactgcacgc 
tggatgccag 
gtgggacaga 
tcggggccaa 
gcttcgaatc 
ctgtcaggct 
actttcagca 
aggcagtggc 
actcctctcc 
tcctgcatcc 
agattggatg 
agcaacataa 
tgacacagta 
caccaagact 
tctctcattc 
acagaagatg 
gattctggtc 
actaaataac 
ttta 



tctcaaattt 
tctacatact 
ttcagccttg 
agagaaggtc 
tctgtcccct 
gaaagggcca 
ggaatcaaag 
cgctgcctac 
cactcagatc 
gtgtgactag 
ggctcctgat 
ttccctactg 
cagtgctggt 
gtactacctc 
aagattcttg 
cctcagaagt 
ttctctggct 
ttgccttcat 
accaggcaca 
tctactcaca 
ataccttgta 



tccagccttg 
gtggagctca 
aaggtactgt 
attaaaggtg 
gtcatcctgg 
attctgaaac 
agcttcacct 
ccaggctggt 
cctgaggacc 
ggctgcgtgg 
agaggataga 
gactcccgct 
aaatcttctg 
tggtgtggaa 
ggtgaagaag 
cctgccattc 
ggctgggccc 
tctctggccc 
ctgtcctggt 
taaaaagaag 
atttcatctt 



tctttgccta 
tgatggttct 
atctgcacaa 
aggagatcag 
gcgttcaagg 
ttgagccagt 
tctaccggcg 
tcctctgcac 
ccgcctggga 
tccccaaaac 
gagacagagg 
tctgacctaa 
gtatttggag 
cccaatagaa 
aggtgggaac 
cttatgttct 
tttccctcaa 
tgaaccgaga 
ttgaaaccag 
cttgtgaaca 
aattaaaata 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1284 



<210> 5 
<211> 155 
<212> PRT 

<213> Homo sapiens 
<400> 5 

Met Val Leu Ser Gly Ala Leu Cys Phe Arg Met Lys Asp Ser Ala Leu 
15 10 15 

Lys Val Leu Tyr Leu His Asn Asn Gin Leu Leu Ala Gly Gly Leu His 
20 25 30 

Ala Gly Lys Val lie Lys Gly Glu Glu lie Ser Val Val Pro Asn Arg 
35 40 45 

Trp Leu Asp Ala Ser Leu Ser Pro Val lie Leu Gly Val Gin Gly Gly 
50 55 60 

Ser Gin Cys Leu Ser Cys Gly Val Gly Gin Glu Pro Thr Leu Thr Leu 
65 70 75 80 

Glu Pro Val Asn lie Met Glu Leu Tyr Leu Gly Ala Lys Glu Ser Lys 
85 90 95 

Ser Phe Thr Phe Tyr Arg Arg Asp Met Gly Leu Thr Ser Ser Phe Glu 
100 105 110 

Ser Ala Ala Tyr Pro Gly Trp Phe Leu Cys Thr Val Pro Glu Ala Asp 
115 120 125 

Gin Pro Val Arg Leu Thr Gin Leu Pro Glu Asn Gly Gly Trp Asn Ala 
130 135 140 

Pro lie Thr Asp Phe Tyr Phe Gin Gin Cys Asp 
145 150 155 



<210> 6 
<211> 155 
<212> PRT 
<213> Murine sp . 

<400> 6 

Met Val Leu Ser Gly Ala Leu Cys Phe Arg Met Lys Asp Ser Ala Leu 
15 10 15 

Lys Val Leu Tyr Leu His Asn Asn Gin Leu Leu Ala Gly Gly Leu His 
20 25 30 

Ala Glu Lys Val lie Lys Gly Glu Glu lie Ser Val Val Pro Asn Arg 
35 40 45 

Ala Leu Asp Ala Ser Leu Ser Pro Val lie Leu Gly Val Gin Gly Gly 
50 55 60 



Ser Gin Cys Leu Ser Cys Gly Thr Glu Lys Gly Pro lie Leu Lys Leu 
65 70 75 80 



Glu Pro Val Asn 



Ser Phe Thr Phe 
100 

Ser Ala Ala Tyr 
115 

Gin Pro Val Arg 
130 

Pro lie Thr Asp 
145 



lie Met Glu Leu 
85 

Tyr Arg Arg Asp 



Pro Gly Trp Phe 
120 

Leu Thr Gin lie 
135 

Phe Tyr Phe Gin 
150 



/3f 




Tyr Leu Gly Ala 
90 

Met Gly Leu Thr 
105 

Leu Cys Thr Ser 



Pro Glu Asp Pro 
140 

Gin Cys Asp 
155 



Lys Glu Ser Lys 
95 

Ser Ser Phe Glu 
110 

Pro Glu Ala Asp 
125 

Ala Trp Asp Ala 



<210> 7 
<211> 141 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
polypeptide sequence 

<400> 7 

Met Val Leu Ser Gly Ala Leu Cys Phe Arg Met Lys Asp Ser Ala Leu 
15 10 15 

Lys Val Leu Tyr Leu His Asn Asn Gin Leu Leu Ala Gly Gly Leu His 
20 25 30 

Ala Lys Val lie Lys Gly Glu Glu lie Ser Val Val Pro Asn Arg Leu 
35 40 45 

Asp Ala Ser Leu Ser Pro Val lie Leu Gly Val Gin Gly Gly Ser Gin 
50 55 60 

Cys Leu Ser Cys Gly Pro Leu Leu Glu Pro Val Asn lie Met Glu Leu 
65 70 75 80 

Tyr Leu Gly Ala Lys Glu Ser Lys Ser Phe Thr Phe Tyr Arg Arg Asp 
85 90 95 

Met Gly Leu Thr Ser Ser Phe Glu Ser Ala Ala Tyr Pro Gly Trp Phe 
100 105 110 

Leu Cys Thr Pro Glu Ala Asp Gin Pro Val Arg Leu Thr Gin Pro Glu 
115 120 t 125 

Trp Ala Pro lie Thr Asp Phe Tyr Phe Gin Gin Cys Asp 
130 135 140 



<210> 8 
<211> 138 
<212> PRT 

<213> Homo sapiens 



<400> 8 

Phe Arg lie Trp Asp Val Asn Gin Lys Thr Phe Tyr Leu Arg Asn Asn 
15 10 15 

Gin Leu Val Ala Gly Tyr Leu Gin Gly Pro Asn Val Asn Leu Glu Glu 
20 25 30 

Lys lie Asp Val Val Pro lie Glu Pro His Ala Leu Phe Leu Gly lie 
35 40 45 

His Gly Gly Lys Met Cys Leu Ser Cys Val Lys Ser Gly Asp Glu Thr 
50 55 60 

Arg Leu Gin Leu Glu Ala Val Asn lie Thr Asp Leu Ser Glu Asn Arg 
65 70 75 80 

Lys Gin Asp Lys Arg Phe Ala Phe lie Arg Ser Asp Ser Gly Pro Thr 
85 90 95 

Thr Ser Phe Glu Ser Ala Ala Cys Pro Gly Trp Phe Leu Cys Thr Ala 
100 .105 110 

Met Glu Ala Asp Gin Pro Val Ser Leu Thr Asn Met Pro Asp Glu Gly 
115 120 125 

Val Met Val Thr Lys Phe Tyr Phe Gin Glu 
130 135 



<210> 9 
<211> 73 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
polypeptide sequence 

<400> 9 

Phe Arg Asp Lys Tyr Leu Asn Asn Gin- Leu Ala Gly Leu Val Glu He 
15 10 15 

Val Val Pro Pro Leu Gly Gly Gly Cys Leu Ser Cys Gly Glu Leu Leu 
20 25 30 

Glu Val Asn He Leu Lys Lys Phe Phe Arg Asp Gly Thr Ser Phe Glu 
35 40 45 

Ser Ala Ala Pro Gly Trp Phe Leu Cys Thr Glu Ala Asp Gin Pro Val 
50 55 60 

Leu Thr Pro Gly Thr Phe Tyr Phe Gin 
65 70 



<210> 10 
<211> 465 




<212> DNA 

<213> Homo sapiens 

<400> 10 

atggtcctga gtggggcgct gtgcttccga atgaaggact cggcattgaa ggtgctttat 60 
ctgcataata accagcttct agctggaggg ctgcatgcag ggaaggtcat taaaggtgaa 120 
gagatcagcg tggtccccaa tcggtggctg gatgccagcc tgtcccccgt catcctgggt 18 0 
gtccagggtg gaagccagtg cctgtcatgt ggggtggggc aggagccgac tctaacacta 24 0 
gagccagtga acatcatgga gctctatctt ggtgccaagg aatccaagag cttcaccttc 300 
taccggcggg acatggggct cacctccagc ttcgagtcgg ctgcctaccc gggctggttc 360 
ctgtgcacgg tgcctgaagc cgatcagcct gtcagactca cccagcttcc cgagaatggt 420 
ggctggaatg cccccatcac agacttctac ttccagcagt gtgac 465 



<210> 11 

<211> 465 

<212> DNA 

<213> Murine sp . 

<400> 11 

atggttctga gtggggcact atgcttccga 
ctgcacaata accagctgct ggctggagga 
gagatcagtg ttgtcccaaa tcgggcactg 
gttcaaggag gaagccagtg cctatcttgt 
gagccagtga acatcatgga gctctacctc 
taccggcggg atatgggtct tacctccagc 
ctctgcacct caccggaagc tgaccagcct 
gcctgggatg ctcccatcac agacttctac 



atgaaggatt cagccttgaa ggtactgtat 60 
ctgcacgcag agaaggtcat taaaggtgag 12 0 
gatgccagtc tgtcccctgt catcctgggc 180 
gggacagaga aagggccaat tctgaaactt 24 0 
ggggccaagg aatcaaagag cttcaccttc 3 00 
ttcgaatccg ctgcctaccc aggctggttc 360 
gtcaggctca ctcagatccc tgaggacccc 420 
tttcagcagt gtgac 465 



<210> 12 
<211> 41 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Conserved 
consensus DNA sequence 

<220> 

<221> modif ied_base 
<222> (1) . . (41) 

<223> M n" represent a variable base 
<400> 12 

acaatnaaaa ncccngatnc tggtctctan tcncatnaaa a 



<210> 13 
<211> 155 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Recombinant 
IBR polypeptide 



it! 



<400> 13 
Met Val Leu Ser 
1 

Lys Val Leu Tyr 
20 

Ala Gly Lys Val 
35 

Trp Leu Asp Ala 
50 

Ser Gin Cys Leu 
65 

Glu Pro Val Asn 



Ser Phe Thr Phe 
100 

Ser Ala Ala Tyr 
115 

Gin Pro Val Arg 
13 0 

Pro lie Thr Asp 
145 



Gly Ala Leu Cys 
5 

Leu His Asn Asn 



lie Lys Gly Glu 
40 

Ser Leu Ser Pro 
55 

Ser Cys Gly Val 
70 

lie Met Glu Leu 
85 

Tyr Arg Arg Asp 



Pro Gly Trp Phe 
120 

Leu Thr Gin Leu 
135 

Phe Tyr Phe Gin 
150 



Phe Arg Met Lys 
10 

Gin Leu Leu Ala 
25 

Glu lie Ser Val 



Val lie Leu Gly 
60 

Gly Gin Glu Pro 
75 

Tyr Leu Gly Ala 
90 

Met Gly Leu Thr 
105 

Leu Cys Thr Val 



Pro Glu Asn Gly 
140 

Gin Cys Asp 
155 



Asp Ser Ala Leu 
15 

Gly Gly Leu His 
30 

Val Pro Asn Arg 
45 

Val Gin Gly Gly 



Thr Leu Thr Leu 
80 

Lys Glu Ser Lys 
95 

Ser Ser Phe Glu 
110 

Pro Glu Ala Asp 
125 

Gly Trp Asn Ala 



<210> 14 
<211> 154 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Recombinant 
IBR polypeptide 

<400> 14 

Val Leu Ser Gly Ala Leu Cys Phe Arg Met Lys Asp Ser Ala Leu Lys 
15 10 15 

Val Leu Tyr Leu His Asn Asn Gin Leu Leu Ala Gly Gly Leu His Ala 
20 25 30 

Gly Lys Val He Lys Gly Glu Glu He Ser Val Val Pro Asn Arg Trp 
35 40 45 

Leu Asp Ala Ser Leu Ser Pro Val He Leu Gly Val Gin Gly Gly Ser 
50 55 60 

Gin Cys Leu Ser Cys Gly Val Gly Gin Glu Pro Thr Leu Thr Leu Glu 
65 70 75 80 



Pro Val Asn lie Met Glu Leu Tyr 
85 

Phe Thr Phe Tyr Arg Arg Asp Met 
100 

Ala Ala Tyr Pro Gly Trp Phe Leu 
115 120 

Pro Val Arg Leu Thr Gin Leu Pro 
130 135 

lie Thr Asp Phe Tyr Phe Gin Gin 
145 150 




Leu Gly Ala Lys Glu Ser Lys Ser 
90 95 

Gly Leu Thr Ser Ser Phe Glu Ser 
105 HO 

Cys Thr Val Pro Glu Ala Asp Gin 
125 

Glu Asn Gly Gly Trp Asn Ala Pro 
140 

Cys Asp 



<210> 15 
<211> 157 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Recombinant 
IBR polypeptide 

<400> 15 

Gly Ser Ser Val Leu Ser Gly Ala Leu Cys Phe Arg Met Lys Asp Ser 
15 10 15 

Ala Leu Lys Val Leu Tyr Leu His Asn Asn Gin Leu Leu Ala Gly Gly 
20 25 30 

Leu His Ala Gly Lys Val lie Lys Gly Glu Glu lie Ser Val Val Pro 
35 40 45 

Asn Arg Trp Leu Asp Ala Ser Leu Ser Pro Val lie Leu Gly Val Gin 
50 55 60 

Gly Gly Ser Gin Cys Leu Ser Cys Gly Val Gly Gin Glu Pro Thr Leu 
65 70 75 80 

Thr Leu Glu Pro Val Asn lie Met Glu Leu Tyr Leu Gly Ala Lys Glu 
85 90 95 

Ser Lys Ser Phe Thr Phe Tyr Arg Arg Asp Met Gly Leu Thr Ser Ser 
100 105 110 

Phe Glu Ser Ala Ala Tyr Pro Gly Trp Phe Leu Cys Thr Val Pro Glu 
115 120 125 

Ala Asp Gin Pro Val Arg Leu Thr Gin Leu Pro Glu Asn Gly Gly Trp 
130 135 140 



Asn Ala Pro lie Thr Asp Phe Tyr Phe Gin Gin Cys Asp 
145 150 155 




<210> 16 
<211> 73 
<212> DNA 

<213> Homo sapiens 
<400> 16 

ctggcaatgg caggcaggaa agacagagga aggaaggagg gagaagggaa ggagtgaagg 60 
aaggagtgaa aaa 73 



<210> 17 
<211> 16 
<212> PRT 

<213> Homo sapiens 
<400> 17 

Met Ala Gly Arg Lys Asp Arg Gly Arg Lys Glu Gly Glu Gly Lys Glu 
15 10 15 



<210> 18 
<211> 54 
<212> DNA 

<213> Homo sapiens 
<400> 18 

ttggaggaac aggcagactc cacagctccc gccaggagaa aggaacattc tgag 54 



<210> 19 

<211> 10 

<212> DNA 

<213> Homo sapiens 

<400> 19 
tccaaaatag 



<210> 20 
<211> 10 
<212> DNA 
<213> Homo 

<400> 20 
gatgtttcag 



sapiens 



<210> 21 
<211> 10 
<212> DNA 
<213> Homo 

<400> 21 
tttcccacag 



sapiens 



<210> 22 
<211> 10 



<212> DNA 

<213> Homo sapiens 

<400> 22 
ctgccggcag 



<210> 23 
<211> 10 
<212> DNA 

<213> Homo sapiens 

<400> 23 
ctggcaatgg 



<210> 24 

<211> 10 

<212> DNA 

<213> Homo sapiens 

<400> 24 
ttggaggaac 



<210> 25 
<211> 10 
<212> DNA 

<213> Homo sapiens 

<400> 25 
gggagtctac 



<210> 26 

<211> 10 

<212> DNA 

<213> Homo sapiens 

<400> 26 
aatgaaggac 



<210> 27 

<211> 10 

<212> DNA 

<213> Homo sapiens 

<400> 27 
gtgaagagat 



<210> 28 

<211> 10 

<212> DNA 

<213> Homo sapiens 



<400> 28 



ccagtgaaca 



<210> 29 

<211> 10 

<212> DNA 

<213> Homo sapiens 

<400> 29 
agtgaaaaag 

<210> 30 
<211> 10 
<212> DNA 

<213> Homo sapiens 

<400> 30 
acattctgag 



<210> 31 

<211> 10 

<212> DNA 

<213> Homo sapiens 

<400> 31 
tgtgcttccg 



<210> 32 
<211> 10 
<212> DNA 

<213> Homo sapiens 

<400> 32 
gtcattaaag 



<210> 33 

<211> 10 

<212> DNA 

<213> Homo sapiens 

<400> 33 
aacactagag 



<210> 34 

<211> 10 

<212> DNA 

<213> Homo sapiens 

<400> 34 
agagaaagag 



<210> 35 



<211> 10 
<212> DNA 

<213> Homo sapiens 

<400> 35 
gtaaggaaga 

<210> 36 

<211> 10 

<212> DNA 

<213> Homo sapiens 

<400> 36 
gtatgctctg 



<210> 37 
<211> 10 
<212> DNA 

<213> Homo sapiens 

<400> 37 
gtgagtgtat 

<210> 38 

<211> 10 

<212> DNA 

<213> Homo sapiens 

<400> 38 
gttggtgatg 



<210> 39 
<211> 10 
<212> DNA 

<213> Homo sapiens 

<400> 39 
gtgagacttg 

<210> 40 

<211> 10 

<212> DNA 

<213> Homo sapiens 

<400> 40 
aaacaaatgc 

<210> 41 
<211> 104 
<212> PRT 

<213> Homo sapiens 



<400> 41 

Met Val Leu Ser Gly Ala Leu Cys Phe Arg Met Lys Asp Ser Ala Leu 
15 10 15 

Lys Val Leu Tyr Leu His Asn Asn Gin Leu Leu Ala Gly Gly Leu His 
20 25 30 

Ala Gly Lys Val lie Lys Gly Glu Glu lie Ser Val Val Pro Asn Arg 
35 40 45 

Trp Leu Asp Ala Ser Leu Ser Pro Val He Leu Gly Val Gin Gly Gly 
50 55 60 

Ser Gin Cys Leu Ser Cys Gly Val Gly Gin Glu Pro Thr Leu Thr Leu 
65 70 75 80 

Glu Val Asn He Met Glu Leu Tyr Leu Gly Ala Lys Glu Ser Lys Ser 
85 90 95 

Phe Thr Phe Tyr Arg Arg Asp Met 
100 



<210> 42 
<211> 100 
< 2 1 2 > PRT 

<213> Homo sapiens 
<400> 42 

Arg Lys Ser Ser Lys Met Gin Ala Phe Arg He Trp Asp Val Asn Gin 
1 5 10 15 

Lys Thr Phe Tyr Leu Arg Asn Asn Gin Leu Val Ala Gly Tyr Leu Gin 
20 25 30 

Gly Pro Asn Val Asn Leu Glu Glu Lys He Asp Val Val Pro He Glu 
35 40 45 

Pro His Ala Leu Phe Leu Gly He His Gly Gly Lys Met Cys Leu Ser 
50 55 60 

Cys Val Lys Ser Gly Asp Glu Thr Arg Leu Gin Leu Glu Val Asn He 
65 70 75 80 

Thr Asp Leu Ser Glu Asn Arg Lys Gin Asp Lys Arg Phe Ala Phe He 
85 90 95 

Arg Ser Asp Ser 
100 



<210> 43 

<211> 6540 

<212> DNA 

<213> Homo sapiens 

<400> 43 

catgagcaaa gatgttaata caaagatgtt tgtcacaaca tggttttcaa tagcaaaaaa 



agagagaaaa atatataaaa gacaaataac 
gtgatacagt taaatactat acagctattg 
aagatatttt gctattttgc tacatgaaaa 
aatctgttgt atgaaagctg tctatagtta 
gtcattggtt ttctgatgat gcactcagaa 
tgatctggat tttcaggttt ttctacaatg 
agagtcccac ctctaacatc tcctgtaggc 
aggaaggagg gagaagggaa ggagtgaagg 
ataggggagg aagggaggaa atgggaaggg 
agaaaggaag ggaaaaggga gggagtgagt 
agggaggcag ggaggaaaga aagttgcgct 
agggtctgaa agcccctgag atgcaaaagc 
aggaagttct tcaatatttc tggaaggaaa 
gataatgagc agcaagtgct tctggcgact 
tgctcctcct caggtcctgg cagtttcagg 
aggcatcctt ggaggaacag gcagactcca 
aggtatgctc tggggcgctg gtggtaccgg 
gctccgtgga ggctgttcac atgctgggga 
cagccaactc agcctctctc tccatgattt 
acaccctgtg gagctcaaga tggtcctgag 
ggccctggtt tggtggtgtc ctccggagga 
tctgagcagg agggaggaag ggaggggctg 
ctcattgctc ttagagtttt cccagccttt 
tctcacaagg ggtccctgat gctgaggggg 
ccaagtctat ccaaggtggg aacgggggcc 
ccccatcaca gtgaatggat gtaagctcac 
tttggggata ataataaaac aaaaaccatt 
tgtaccaagc cagacactct gccgtgttct 
tttctctcag tctaataaag cacttcccac 
tcccacagag gcatccagga gatgctttac 
gggaattctg ctttctacat cctctcataa 
gactgaggtt ttctgaagta aggcaacttg 
atttttacac tgcatccttt tcccccatat 
tcttccacct cataggatgc caggaaatca 
aaagttaaat aaaagaaatt taaatttaaa 
ccaaatagaa atacatgtat cttgaagaat 
ctggatgtta tccaacccat catcttagtg 
gcgagagagt tgtctcctgc gactcagcag 
gggctctgac tcaccgtgca gcttctctitc 
tgaatagggt gaaggagcaa accacagact 
gtagggcatg agcccagcag ggctgggaga 
ggaagaaaga gagacaaaat gcctgagatc 
agtgtccacc ctcctcctaa tgtagtcctc 
tcggcattga aggtgcttta tctgcataat 
gggaaggtca ttaaaggttg gtgatgaaac 
ctcaggggag ggggcctgaa gagggcttag 
gagcccaggc attagggcag cacaaaccag 
cctctcagca aagtgaagac acacgctctg 
gaatgttttc caagaggctt gtcttgtcat 
gcattccctg ggagccagta agtaccaagg 
tttcccatat gggagtgggt ttctgcctct 
tcctcagtca cttagagtgg agggacccag 
tgctcactct gccccatgca ctgcaacagg 
cctggggcac ccttgctgag cacagatgcc 
atgtgtgtgc ttactggtgt atgtatgtgt 
gtgcatgcat gtatctgtat gtaaccatgt 
atgtgtgtgt atatgtatat gtgtgcatgc 
tgtgggtggt gaggggatgt acagagagga 



^< 

agtggatagg tttcaataaa taatgttaca 120 
aagcatgtca ttattcatat ttagtatgga 180 
aatgaggttg gaaaaagtat aggttttgtg 24 0 
catgtgtatg tgtgtggagg aaaaagtgtt 300 
aagacaagta ttcacatttt ttcttgtggc 360 
aacatgtagg ctgaacattc cctaagcagg 420 
ctggcaatgg caggcaggaa agacagagga 4 80 
aaggagtgaa aaaggtaagg aagaaaggga 54 0 
aaagaaggaa aggaaggaaa gagggaggga 600 
gaatgaaaga tggaaagaag gaagaaaggg 660 
tcccttgagc tgccatgggc actgactctt 720 
ctagtgctca caaagagctg gaaagcctca 780 
ctgtctccag aagcttccct ccccacgaca 840 
tagggtgatg tgaaatcacg ctgggaatcc 900 ' 
gcccctccct aggccttact taaaaggctg 960 
cagctcccgc caggagaaag gaacattctg 1020 
agctctctcc tgaccccaga cccagaatct 1080 
gctcggtgca gctgcttgct ccccagaccc 1140 
tctgttgttt attccaaaat aggggagtct 1200 
tggggcgctg tgcttccggt gagtgtatga 1260 
agtgagttct ggatagaccc gttgtccagc 1320 
ccattgcagc tgggaaattg tgaccagcac 13 80 
ttcaaatagg ggcaggactg gggcaggcca 1440 
acaagtgaac ctcccagtct agagctccag 1500 
aggatccctg ctcagagctc cgccattgtc 1560 
ccactctgtg cccctacctc cctgctactc 1620 
accatcagcc agtctgtcca cccactggca 1680 
gggcttaaca acagaggatg agagtggtcc 1740 
gatgtgttct atgggactcg attagaggag 1800 
acagtggagc tctctgatca agtaaatgca 1860 
gagaaccaca gcccagctca gcatatgagt 192 0 
ttgaatcgta tttagctatg catcgaccca 1980 
aacttttgga gaaacccact ttaggataca 2040 
actgagttca aagatgagaa acaactttga 2100 
gaaactcctc acttagtaag gaatatatga 2160 
tgaagaatca ggctttaacg tggaagaggc 2220 
tagcaatggg gaggctcagg cccagagtgg 2280 
cattggaggc atagatgggg caagaaccta 234 0 
caacaggaga tgggttgggg cagaaaaggt 2400 
ccagtgggag actgtggggt catcctcctt 24 60 
caaggctgtg ctgttacttc tggcacagta 2520 
agggggttct ctggatccag ggcatgctgg 258 0 
accccttcct gatgtttcag aatgaaggac 2640 
aaccagcttc tagctggagg gctgcatgca 2700 
atgacccact ttccttggtc tctatacact 2760 
aatagtcata cagattagca taggcctaca 2820 
gctctaagca aaggcaaata aaatactaca 2880 
gggccacctg aagcttctgt gcagaagtga 2940 
tcccttacag gtagatttag gtcaagcatt 3000 
agagaactaa cgtagattct ctataccttt 3060 
ccaccctggg tcccctctgc tctctgaaga 3120 
agaacaggtg gcattgttgg acctcctgct 3180 
tccctctcta aaatagtttg cacctgccca 3240 
aggtagatcc ttcagctagg ccatatgtgt 33 00 
gcatgcaggc atatatgtgt gagcatatgt 3360 
atgtgtgagt gcaggtatgt aggtatgagc 3420 
atgtatctgt gcatgtatgt atctgatgta 3480 
atgagaccct cttttgctct cagcaacctc 3540 




acagggtgta gaaagttgtc caaacaattc caaagggggg cttattaaga cagggttcag 3600 
aaaaaggcct gagacccaag gggcattaaa ggagggggtt gagtctattt tgggttgtag 3660 
aggcttgaag atttgaccct gaactagagg gtggagtgga ggtggtacaa tgtgcttcca 3720 
tgccttgatg tccactctgg gccagtggac aggagaagcc atgtcatgac agctgctgag 3780 
aagcctccct tctgcccagc ctgggggcag gccgtctcac agcagtcctg tgccctagag 3840 
cccaggacag gggaagaagg agggaaaggc atccagggcc ctgcatctgg cctctttccc 3 9 00 
acaggtgaag agatcagcgt ggtccccaat cggtggctgg atgccagcct gtcccccgtc 3 960 
atcctgggtg tccagggtgg aagccagtgc ctgtcatgtg gggtggggca ggagccgact 4 02 0 
ctaacactag aggtgagact tggggcatcc tcactgggga ctcagccaca gatgctgagc 4080 
ctactgaagc cgggcagccc acagccctgg tgctgtggga caccctagca ggattctgtt 4140 
gatggcagct ttgcctcctc cctaaggatc ctgcccagcc ctccctctgc ccctgcttct 4200 
gccctcacct gacctcccct cctctgccgg cagccagtga acatcatgga gctctatctt 4260 
ggtgccaagg aatccaagag cttcaccttc taccggcggg acatggggct cacctccagc 4320 
ttcgagtcgg ctgcctaccc gggctggttc ctgtgcacgg tgcctgaagc cgatcagcct 4380 
gtcagactca cccagcttcc cgagaatggt ggctggaatg cccccatcac agacttctac 4440 
ttccagcagt gtgactaggg caacgtgccc cccagaactc cctgggcaga gccagctcgg 4500 
gtgaggggtg agtggaggag acccatggcg gacaatcact ctctctgctc tcaggacccc 4560 
cacgtctgac ttagtgggca cctgaccact ttgtcttctg gttcccagtt tggataaatt 4620 
ctgagatttg gagctcagtc cacggtcctc ccccactgga tggtgctact gctgtggaac 4680 
cttgtaaaaa ccatgtgggg taaactggga ataacatgaa aagatttctg tgggggtggg 4 74 0 
gtgggggagt ggtgggaatc attcctgctt aatggtaact gacaagtgtt accctgagcc 4 800 
ccgcaggcca acccatcccc agttgagcct tatagggtca gtagctctcc acatgaagtc 4860 
ctgtcactca ccactgtgca ggagagggag gtggtcatag agtcagggat ctatggccct 4920 
tggcccagcc ccaccccctt ccctttaatc ctgccactgt catatgctac ctttcctatc 4980 
tcttccctca tcatcttgtt gtgggcatga ggaggtggtg atgtcagaag aaatggctcg 5040 
agctcagaag ataaaagata agtagggtat gctgatcctc ttttaaaaac ccaagataca 5100 
atcaaaatcc cagatgctgg tctctattcc catgaaaaag tgctcatgac atattgagaa 5160 
gacctactta caaagtggca tatattgcaa tttattttaa ttaaaagata cctatttata 5220 
tatttcttta tagaaaaaag tctggaagag tttacttcaa ttgtagcaat gtcagggtgg 5280 
tggcagtata ggtgattttt cttttaattc tgttaattta tctgtatttc ctaatttttc 5340 
tacaatgaag atgaattcct tgtataaaaa taagaaaaga aattaatctt gaggtaagca 5400 
gagcagacat catctctgat tgtcctcagc ctccacttcc ccagagtaaa ttcaaattga 5460 
atcgagctct gctgctctgg ttggttgtag tagtgatcag gaaacagatc tcagcaaagc 5520 
cactgaggag gaggctgtga tgagtttgtg tggctggaat ctctgggtaa ggaacttaaa 5580 
gaacaaaaat catctggtaa ttctttccta gaaggatcac agcccctggg attccaaggc 564 0 
attggatcca gtctctaaga aggctgctgt actggttgaa ttgtgtcccc ctcaaattca 5700 
catccttctt ggaatctcag tctgtgagtt tatttggaga taaggtctct gcagatgtag 5760 
ttagttaaga caaggtcatg ctggatgaag gtagacctaa attcaatatg actggtttcc 5820 
ttgtatgaaa aggagaggac acagagacag aggagacgcg gggaagacta tgtaaagatg 588 0 
aaggcagaga tcggagtttt gcagccacaa gctaagaaac accaaggatt gtggcaacca 594 0 
tcagaagctt ggaagaggca aagaagaatt cttccctaga ggctttagag ggataacggc 6000 
tctgctgaaa ccttaatctc agacttccag cctcctgaac gaagaaagaa taaatttcgg 6060 
ctgttttaag ccaccaagga taattggtta tggcagctct aggaaactaa tacagctgct 6120 
aaaatgatcc ctgtctcctc gtgtttacat tctgtgtgtg tcccctccca caatgtacca 6180 
aagttgtctt tgtgaccaat agaatatggc agaagtgatg gcatgccact tccaagatta 6240 
ggttataaaa gacactgcag cttctacttg agccctctct ctctgccacc caccgccccc 6300 
aatctatctt ggctcactcg ctctggggga agctagcttc catgctatga gcaggcctat 6360 
aaagagactt atgtggtaaa aaatgaagtc tcctgcccac agccacatta gtgaacctag 642 0 
aagcagagac tctgtgagat aatcaatgtt tgttgtttta agttgctcag ttttggtcta 6480 
acttgttatg cagcaataga taaataatat gcagagaaag agaaacaaat gcatttgttt 6540 



<210> 44 
<211> 152 
<212> PRT 

<213> Homo sapiens 



<400> 44 
Arg Pro Ser Gly 
1 

Asp Val Asn Gin 
20 

Gly Tyr Leu Gin 
35 

Val Pro lie Glu 
50 

Met Cys Leu Ser 
65 

Glu Ala Val Asn 



Arg Phe Ala Phe 
100 

Ser Ala Ala Cys 
115 

Gin Pro Val Ser 
130 

Lys Phe Tyr Phe 
145 



Arg Lys Ser Ser 
5 

Lys Thr Phe Tyr 



Gly Pro Asn Val 
40 

Pro His Ala Leu 
55 

Cys Val Lys Ser 
70 

lie Thr Asp Leu 
85 

lie Arg Ser Asp 



Pro Gly Trp Phe 
120 

Leu Thr Asn Met 
135 

Gin Glu Asp Glu 
150 




Lys Met Gin Ala 
10 

Leu Arg Asn Asn 
25 

Asn Leu Glu Glu 



Phe Leu Gly lie 
60 

Gly Asp Glu Thr 
75 

Ser Glu Asn Arg 
90 

Ser Gly Pro Thr 
105 

Leu Cys Thr Ala 



Pro Asp Glu Gly 
140 



Phe Arg lie Trp 
15 

Gin Leu Val Ala 
30 

Lys lie Asp Val 
45 

His Gly Gly Lys 



Arg Leu Gin Leu 
80 

Lys Gin Asp Lys 
95 

Thr Ser Phe Glu 
110 

Met Glu Ala Asp 
125 

Val Met Val Thr 



<210> 45 

<211> 153 

<212> PRT 

<213> Homo sapiens 



<400> 45 
Ala Pro Val Arg 
1 

Ser Leu Val Met 
20 

Gly Gin Asp Met 
35 

Gly Glu Glu Ser 
50 

Lys Asn Leu Tyr 
65 

Gin Leu Glu Ser 



Lys Arg Phe Val 
100 



Ser Leu Asn Cys 
5 

Ser Gly Pro Tyr 



Glu Gin Gin Val 
40 

Asn Asp Lys lie 
55 

Leu Ser Cys Val 
70 

Val Asp Pro Lys 
85 

Phe Asn Lys lie 



Thr Leu Arg Asp 
10 

Glu Leu Lys Ala 
25 

Val Phe Ser Met 



Pro Val Ala Leu 
60 

Leu Lys Asp Asp 
75 

Asn Tyr Pro Lys 
90 

Glu lie Asn Asn 
105 



Ser Gin Gin Lys 
15 

Leu His Leu Gin 
30 

Ser Phe Val Gin 
45 

Gly Leu Lys Glu 



Lys Pro Thr Leu 
80 

Lys Lys Met Glu 
95 

Lys Leu Glu Phe 
110 



IP- 



Glu Ser Ala Gin 
115 

Asn Met Pro Val 
130 

Asp Phe Thr Met 
145 



Phe Pro Asn Trp 
120 

Phe Leu Gly Gly 
135 

Gin Phe Val Ser 
150 



Tyr lie Ser Thr 

Thr Lys Gly Gly 
140 

Ser 



Ser Gin Ala Glu 
125 

Gin Asp lie Thr 



<210> 46 
<211> 159 
<212> PRT 

<213> Homo sapiens 



<400> 46 
Ser Ala Pro Phe 
1 

lie lie Lys .Tyr 
20 

lie Arg Ala Asn 
35 

Asp Glu Ala Val 
50 

Asp Ala Lys lie 
65 

Val Thr Ala Gin 



Glu lie Pro Lys 
100 

Trp Glu Thr His 
115 

Asn Leu Phe lie 
130 

Gly Pro Pro Ser 
145 



Ser Phe Leu Ser 
5 

Glu Phe lie Leu 



Asp Gin Tyr Leu 
40 

Lys Phe Asp Met 
55 

Thr Val lie Leu 
70 

Asp Glu Asp Gin 
85 

Thr lie Thr Gly 



Gly Thr Lys Asn 
120 

Ala Thr Lys Gin 
135 

lie Thr Asp Phe 
150 



Asn Val Lys Tyr 
10 

Asn Asp Ala Leu 
25 

Thr Ala Ala Ala 



Gly Ala Tyr Lys 
60 

Arg lie Ser Lys 
75 

Pro Val Leu Leu 
90 

Ser Glu Thr Asn 
105 

Tyr Phe Thr Ser 



Asp Tyr Trp Val 
140 

Gin lie Leu Glu 
155 



Asn Phe Met Arg 
15 

Asn Gin Ser lie 
30 

Leu His Asn Leu 
45 

Ser Ser Lys Asp 



Thr Gin Leu Tyr 
80 

Lys Glu Met Pro 
95 

Leu Leu Phe Phe 
110 

Val Ala His Pro 
125 

Cys Leu Ala Gly 



Asn Gin Ala 



<210> 47 
<211> 157 
<212> PRT 

<213> Homo sapiens 



<400> 47 

Tyr Phe Gly Lys Leu Glu Ser Lys Leu Ser Val lie Arg Asn Leu Asn 
15 10 15 



Asp Gin Val Leu Phe lie Asp Gin Gly Asn Arg Pro Leu Phe Glu Asp 
20 25 30 

Met Thr Asp Ser Asp Cys Arg Asp Asn Ala Pro Arg Thr lie Phe lie 
35 40 45 

lie Ser Met Tyr Lys Asp Ser Gin Pro Arg Gly Met Ala Val Thr lie 
50 55 60 

Ser Val Lys Cys Glu Lys lie Ser Thr Leu Ser Cys Glu Asn Lys He 
65 70 75 80 

He Ser Phe Lys Glu Met Asn Pro Pro Asp Asn He Lys Asp Thr Lys 
85 90 95 

Ser Asp He He Phe Phe Gin Arg Ser Val Pro Gly His Asp Asn Lys 
100 105 110 

Met Gin Phe Glu Ser Ser Ser Tyr Glu Gly Tyr Phe Leu Ala Cys Glu 
115 120 125 

Lys Glu Arg Asp Leu Phe Lys Leu He Leu Lys Lys Glu Asp Glu Leu 
130 135 140 

Gly Asp Arg Ser He Met Phe Thr Val Gin Asn Glu Asp 
145 150 155 



<210> 48 
<211> 6 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Consensus 
peptide sequence 

<220> 

<221> MOD_RES 
<222> (1) . . (6) 

<223> Xaa represents a variable amino acid 
<400> 48 

Leu Lys Xaa Leu Xaa Leu 
1 5 



<210> 49 

<211> 7 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
peptide sequence 

<220> 

<221> MOD RES 




<222> (1) . - (7) 

<223> Xaa represents a variable amino acid 
<400> 49 

lie Thr Asp Phe Xaa Xaa Gin 
1 5 



<210> 50 
<211> 12 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
peptide sequence 

<220> 

<221> MOD_RES 
<222> (1) . . (12) 

<223> Xaa represents a variable amino acid 
<400> 50 

Tyr Leu Xaa Asn Asn Gin Leu Xaa Ala Gly Xaa Leu 
15 10 



<210> 51 
<211> 9 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
peptide sequence 

<220> 

<221> MOD_RES 
<222> (1) . . (9) 

<223> Xaa represents a variable amino acid 
<400> 51 

Leu Glu Xaa Val Asn lie Xaa Xaa Leu 
1 5 



<210> 52 
<211> 24 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
peptide sequence 

<220> 

<2 21> MOD_RES 
<222> (1) . . (24) 



<223>\Xaa represents a variable amino acid 
<400> ^2 

Thr XaaVSer Phe Glu Ser Ala Ala Xaa Pro Gly Trp Phe Leu Cys Thr 
1 \ 5 10 15 

Xaa Xaa d\}.u Ala Asp Gin Pro Val 
20 



<210> 53 

<211> 4 

<212> PRT 

<213> Artificial Sequence 



<220> 
<223> Descriptic 



of Artificial Sequence: Binding domain 



<400> 53 
Phe Gly Phe Arg 
1 



<210> 54 

<211> 13 

<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: N-terminal 
extension 



<400> 54 

Gly Ser Ser Gly Leu Arg AVg Ala Ser Leu Gly Ser Ser 
1 5 \ 10 



